Key indicators: single-crystal X-ray study; T = 296 K; mean (C-C) = 0.011 Å; R factor = 0.044; wR factor = 0.129; data-to-parameter ratio = 19.1.
In the crystal structure of the title compound, C 8 H 10 BrN 2 O + Á-Br À , intermolecular N-HÁ Á ÁBr hydrogen bonds link the molecules into infinite chains along [001] . The inclined angle between the pyridine ring plane and the plane defined by the acid amide group is 63.97 (4) .
Related literature
The title compound is an intermediate in the synthesis of 3-triphenylphosphoniumbromidopropionitrile and 1-triphenylphosphoniumbromido-2-pyridinium-bromidoethane, see: Khachikyan et al. (2009 Table 1 Hydrogen-bond geometry (Å , ). 
Data collection: SMART (Bruker, 2001 ); cell refinement: SAINT (Bruker, 2001 ); data reduction: SAINT; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008 ); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: SHELXTL (Sheldrick, 2008) and ORTEPIII (Burnett & Johnson, 1996) ; software used to prepare material for publication: SHELXTL.
Supplementary data and figures for this paper are available from the IUCr electronic archives (Reference: FJ2549). 
Experimental
In a 250 ml, one-necked, round-bottomed flask fitted with a reflux condenser and a magnetic stirrer a mixture of 1.85 g of rac-2,3-dibromopropionic acid amide (7.98 mmol) and 0.63 g of pyridine (7.98 mmol) was diluted in 100 ml of acetonitrile and refluxed for 25 h. After cooling the flask was capped with a rubber septum equipped with a needle outlet for slow evaporation and then left in the dark at room temperature for 3 days. The obtained colorless crystals were suitable for direct single-crystal X-ray crystallography.
Refinement
All H-atoms were positioned geometrically and refined using a riding model with d(C-H) = 0.93 Å, U iso =1.2U eq (C) for aromatic 0.98 Å, U iso = 1.2U eq (C) for CH, 0.97 Å, U iso = 1.2U eq (C) for CH 2 , 0.96 Å, U iso = 1.5U eq (C) for CH 3 atoms, and 0.82 Å, U iso = 1.5U eq (C) for the amino group.
Computing details
Data collection: SMART (Bruker, 2001 ); cell refinement: SAINT (Bruker, 2001 ); data reduction: SAINT (Bruker, 2001 ); program(s) used to solve structure: SHELXS97 (Sheldrick, 2008 ); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: SHELXTL (Sheldrick, 2008) and ORTEPIII (Burnett & Johnson, 1996) ; software used to prepare material for publication: SHELXTL (Sheldrick, 2008 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger. 
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (

